^^tod^By tho STIC Systonhs BrahWT 




.Tf*» •*!.»_»•: ■■-;.-** 



□ 



r 

i 




. ,CRF Errors C^ffo^t^W Mo STIC Systoma BranS 

^ //■ #/// CRF Processing Ctato: / 

""^ ^r 'S.oAscn CN T E R E --/P. , 

( — Changed a lilo Irom non-ASCII to ASCII ~ T - 

{— ]' Changed the margins in cases where the sequence text was "wrapped: dowrvjalh^ftfd line. 
Edited a lormat enor in the Current Application Data section, specrlically: 



Edited the Current Application Data section with the actual current number. The number inputted by the 
applicant was' □ the prior application data; or □ other , , .• 

Added tho mandatory heading and subheadings (or 'Current Application Data". 

Edited tho "Number of Sequences- field. The applicant spelled out a number instead ol using an integer. 



Changed Iho spelling ol a mandatory field (the headings ofsubheadings). speclti<x% 



Corroded tho SEQ ID NO when obviously incorrect. The sequenco gumbers that wero edited were 



Inserted or corrected a nucleic number al Iho end ol a nucloic lino. SEQ ID NO's edited 



Corroded subheading placement. All responses must bo on tho samo line as each subheading. II tho 
applicant placed a response below the subheading, this was moved to .Is appropnato place. 

Inserted colons after headings/subheadings. Headings edited included: 



Deleted extra, invalid, hoadmgs used by an applicant, specifically 



Deleted: □ non-ASCII -gartjago- at tho beginning/end of files; O secretary inrtials/lilename at end of file; 
□ pago numbers throughout text; □ other invalid text, such as _ : • 

Inserted mandatory headings, specifically: . _ 



Corrected an obvious error in the response, specifically 



DCted an qdvious error in me rebfjuM&c o| 



Edited identifiers where upper case is used but lower caso is required, or v.ce versa. 
CorrccTod an orror in Iho Number of Sequences field, specifically: 



A 'Hard Pago Break' code was inserted by tho applicant. All occurrences had to bo deleted. 

Deleted ending' stop codon in amino acid sequences and adjusted the -(AJLength:' field accordingly (error 
duo to a Patontln bug). Sequences corrected: . 



I I Other: 



^miner: Tho above corrections must bo communicated to the applicant in tho first Office 

Action. DO NOT send a copy of this form. 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/6 09,14 6 



DATE : 01/30/2001 
TIME: 11:00:39 



Input Set 
Output 



Set 



A:\607941.app 

N:\CRF3\01302001\I6 0914 6 .raw 



Does Not Comply 
Corrected Diskette Needed 



<110> 
<120> 
<13()> 
<140> 
<141> 
<150> 
<151> 
<160> 
<17 0> 
<210> 
<211> 
<2I2> 
<213> 
<220> 
<223> 
<400> 

gagggtggaa 
ctctgtcctc 
cag tgcggcc 
actcaagtac 
gctgatcttc 
caaggccatg 
ggtgctgctg 
gctgggcgtt 
aqtqctcaac 



James A. 
Encoding SNORF62 And SN 



Receptors 



APPLICANT: Bonini et al, 
TITLE OF INVENTION: DNA 
FIDE REFERENCE: 60794 -B 

CURRENT APPLICATION NUMBER: US/09/609,146 
CURRENT FILING DATE: 2000-06-30 

PRIOR APPLICATION NUMBER: 09/558,099 
PRIOR FILING DATE: 200 0-04-25 
NUMBER OF SEQ ID NOS : 4 6 
SOFTWARE: Patentln Ver. 2.1 
SEQ ID NO: 1 
LENGTH: 1318 
TYPE: DNA 

ORGANISM: Artificial Sequence 
FEATURE : 

OTHER INFORMATION: Description of Artificial Sequence: primer/probe 



SEQUENCE : 1 

gccggggtct cgcgggccgc 
cctggagacc tgtacccagg 
a 99<J9 gcact ttgaccctga 
agcagacaga 
ctgtgggcaa 
ccaactacta 
ccctggagct 
atttccgcac 
tgagcg tgga 



ctggggcccc 
tftggtgggcg 
cgcacgccta 
gtgggcctgc 
ggtggctgc t 
qtcactqccc 



gggccgcatg actcctctct 
gggtgcaagg aaccccatgg 
ggacttgaac ctgactgacg 
gctgtteatg cccatctgtg 



gcctcaattg 
cttgcaa tgg 
aggcactgag 
ccacatacct 



tgggctgacc tgtctggtca tcctgcgcca 

octet tcagc ctggecgtgt cggacctgct 

cLatgagatg tggcacaact accccttcct 

gctactgttt gagatggtct gcct.ggcctc 

acgctatgtg gccgtggtgc acccactcca 



ggccaggtcc atggtgacgc gggcccatgt gcgccgagtg cttggggccg tctggggtct 



tgccatgctc 
ctgoegggge 
caacatgg ta 
cgtgctctac 
ggecaaggge 
cga tegggge 
ctgctgggcc 
tggcctgcac 



tgc tccctgc 
ccag tgccag 
gtgeagacca 
ctgctcattg 
aggggctctg 
eggagacaag 
ccgttccacg 



ccaacaccag 
actcagctg t; 
ccgcgc tget 
ggctgegact 
cagcagccag 
tgaccaaga t 
ccgaccgcgt 
agcacg tgea 



cctgcacggc atccggcagc tgcacgtgcc 
ttgcatgctg gtccgcccac gggccctcta 



ctggccttcc 
ctcggcggcc aaccccgtgc tetatagect 
ggaggccctg tgcctcgggg cctgctgcca 
ccLcagcagg atgaccacag gcagcaccct 
ccaccccctg gctgggaacg atggcccaga 
<210> SEQ ID NO: 2 
<211> LENGTH: 426 
<212> TYPE : PRT 

<213> ORGANISM: Artificial Sequence 
<220> FEATURE: 

<223> OTHER INFORMATION: Description 
<4 00> SEQUENCE: 2 



cttcttctgc 
geggegggag 
gtccagatac 
gctgtttgte 
ca tgtggagc 
eg tcatctcc 
catgtccagc 
tcgcctcaga 
gtgtgatgtg 
ggcgcagcaa 



ctgcccatgg ccatcatgag 
aggctgetge teatgeagga 
acctgcaggc tccagcagca 
ctggtcgtgg tgtttggcat 
gtcgtgtcac agtggacaga 
ggcatcttct tctacctggg 
cgcttccgag agaccttcca 
ccccgccaca gctcccacag 
ggctccctgg gcagctgggt 
gagae'egate catcctga 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

84 0 

900 

960 

1020 

1080 

1140 

1200 

1260 

1318 



of Artificial Sequence: primer/probe 



Met 
1 



Thr Pro Leu 



Cys 
5 



Leu Asn Cys Ser 



Val 
10 



Leu Pro Gly Asp 



Leu 
15 



Tyr 
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64 


Pro 


Gly 


Gly 


Ala 


Arg 


Asn 


Pro 


Met 


Ala 


Cys 


Asn 


Gly 


Ser 


Ala 


Ala 


Arg 


65 








20 










25 










30 






67 


Gly 


His 


Phe 


Asp 


Pro 


Glu 


Asp 


Leu 


Asn 


Leu 


Thr 


Asp 


Glu 


Ala 


Leu 


Arg 


68 






35 










40 










45 








70 


Leu 


Lys 


Tyr 


Leu 


Gly 


Pro 


Gin 


Gin 


Thr 


Glu 


Leu 


Phe 


Met 


Pro 


He 


Cys 


71 




50 










55 










60' 










73 


Ala 


Thr 


Ty r; 


Leu 


Leu 


J le 


Phe 


Val 


Val 


Gly 


Ala 


Val 


Gly 


Asn 


Gly 


Leu 


74 


65 










70 










75 










80 


76 


Thr 


Cys 


Leu 


Val 


He 


Leu 


Arg 


H is 


Lys 


Ala 


Met 


Arg 


Thr 


Pro 


Thr 


Asn 


77 










85 










90 










9 5 




79 


Tyr 


Tyr 


Leu 


Phe 


Ser 


Leu 


Ala 


val 


Ser 


Asp 


Leu 


Leu 


Val 


Leu 


Leu 


Val 


80 








10 0 










105 










110 






82 


Gly 


Leu 


Pro 


Leu 


Glu 


Leu 


Tyr 


Glu 


Met 


Trp 


His 


Asn 


Tyr 


Pro 


Phe 


Leu 


83 






115 










120 










125 








85 


Leu 


Gly 


Val 


Gly 


Gly 


Cys 


Tyr 


Phe 


Arg 


Thr 


Leu 


Leu 


Phe 


Glu 


Met 


Val 


86 




130 










135 










140 










88 


Cys 


Leu 


Ala 


Ser 


Val 


Leu 


Asn 


Val 


Thr 


Ala 


Leu 


Ser 


Val 


Glu 


Arg 


Tyr 


89 


14 5 










150 










155 










160 


91 


Val 


Ala 


Val 


Va 1 


His 


Pro 


Leu 


Gin 


Ala 


Arg 


Ser 


Met 


Val 


Thr 


Arg 


Ala 


92 










165 










170 










175 




9 4 


His 


val 


Arg 


Arg 


Val 


Leu 


Gly 


Ala 


Val 


Trp 


Gly 


Leu 


Ala 


Met 


Leu 


Cys 


9 5 








180 










185 










190 






97 


Ser 


Leu 


Pro 


Asn 


Thr 


Ser 


Leu 


His 


Gly 


He 


Arg 


Gin 


Leu 


H is 


Val 


Pro 


98 






195 










200 










205 








100 


Cys 


Arg 


Gly 


Pro 


Val 


Pro 


Asp 


Ser 


Ala 


Val 


Cys 


Met 


Leu 


Val 


Arg 


Pro 


lo :i 




210 










215 










220 










103 


Arg 


Ala 


Leu 


Tyr 


Asn 


Met 


Val 


Val 


Gin 


Thr 


Thr 


Ala 


Leu 


Leu 


Phe 


Phe 


104 


225 










230 










23 5 










240 


106 


Cys 


Leu 


Pro 


Met 


Ala 


lie 


Met 


Ser 


Val 


Leu 


Tyr 


Leu 


Leu 


He 


Gly 


Leu 


107 










245 










250 










255 




10 9 


Arg 


Leu 


Arg 


A rg 


Glu 


Arg 


Leu 


Leu 


Leu 


Met 


Gin 


Glu 


Ala 


Lys 


Gly 


Arg 


1 1 0 








260 










265 










270 






112 


Gly 


Ser 


Ala 


Ala 


Ala 


Arg 


Ser 


Arg 


Tyr 


Thr 


Cys 


Arg 


Leu 


Gin 


Gin 


His 


1 1 3 






275 










280 










285 








115 


Asp 


Arg 


Gly 


Arg 


Arg 


Gin 


Val 


Thr 


Lys 


Met 


Le u 


Phe 


Val 


Leu 


Val 


Val 


1 16 




2 90 










29 5 










300 










118 


Val 


Phe 


Gly 


lie 


Cys 


Trp 


Ala 


Pro 


Phe 


His 


Ala 


Asp 


Arg 


Val 


Met 


Trp 


119 


305 










310 










315 










320 


.121 


Ser 


Val 


Val 


Ser 


Gin 


Trp 


Thr 


Asp 


Gly 


Leu 


His 


Leu 


Ala 


Phe 


Gin 


His 


12 2 










325 










330 










3 35 




124 


Val 


His 


Val 


He 


Ser 


Gly 


He 


Phe 


Phe 


Tyr 


Le u 


Gly 


Ser 


Ala 


Ala 


Asn 


12 5 








340 










34 5 










350 






127 


Pro 


Val 


Leu 


Tyr 


Ser 


Leu 


Met 


Ser 


Ser 


Arg 


Phe 


Arg 


Glu 


Thr 


Phe 


Gin 


12 8 






355 










360 










365 








130 


Glu 


Ala 


Leu 


Cys 


Leu 


Gly 


Ala 


Cys 


Cys 


His 


Arg 


Leu 


Arg 


Pro 


Arg 


His 


131 




370 










375 










380 










133 


Ser 


Ser 


His 


Ser 


Leu 


Ser 


Arg 


Met 


Thr 


Thr 


Gly 


Ser 


Thr 


Leu 


Cys 


Asp 


134 


38 5 










39 0 










395 










400 


136 


Val 


Gly 


Ser 


Leu 


Gly 


Ser 


Trp 


Val 


His 


Pro 


Leu 


Ala 


Gly 


Asn 


Asp 


Gly 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/609,14 6 



DATE : 01/30/200 L 
TIME: 11:00:39 



Input Set 
Output Set 



A:\607941 . app 

N:\CRF3\013 02001\l609146.raw 



137 
139 
14 0 
14 3 
144 
145 
146 

14 8 
149 
151 
152 

15 3 
154 
155 
156 
157 
15B 
159 

16 0 
161 
162 
16 3 
16 4 
165 
166 
16 7 

16 8 
1.69 
170 
171 
172 

17 3 
176 
177 
17 8 

17 9 
181 
182 
184 

18 5 
186 
188 

18 9 
191 
192 
194 
195 

19 7 
19 8 



405 
Gin 



410 
Ser 



415 



Pro Glu Ala Gin Gin Clu Thr Asp Pro 
420 425 
<210> SEQ ID NO: 3 
<211> LENGTH: 129 8 
<212> TYVE: ON A 

<213> ORGANISM : Artificial Sequence 
<220> FEATURE: 

<223> OTHER INFORMATION: Description of Artificial Sequence: primer/probe 
<4 00> SEQUENCE: 3 

aggggaggct caggccttgg attttaatgt cagggatgga 
ggatctacca gcagaaacta gaagatccat tccagaaaca 
atctggcctt cctctgcgga cctcggcgca gccacttctt 
atgtgccaat ttttgtggtg ggggtcattg gcaatgtcct 
tatgaagacg cccaccaact actacctctt 



aaaacttcag aatgcttcct 

cctgaacagc accgaggagt 

cctccccgtg tctgtggtgt 

ggtgtgcctg gtgattctgc 



agcaccaggc 
tcctggtcct 
tcttgttcgg 
cccccatcct 
tccgcgccaa 
gcttctccgb 
tccccaatgg 
tctacaattt 
tcagtgtcct 
a tgaagggaa 



gctccttgga 
gcccgtgggc 
cagcatcacc 
actgcagagc 
gctcttctcc 
gtccctggtc 
catca tccag 
ctactacotc 
tgcaaa tatt 



atgcccctgg 
tgctacttca 
accgtcagcg 
acccggcgcc 
ctgcccaaca 
ccaggttcgg 
gtcacctcct 
atgycactca 
eaaagaccct 



tcttggtctt agtgtttgct atctgttggg 
gctttgtgga ggagtggagt gaatccctgg 
caggtgtctt cttctacctg 
gccgcttcca ggcagcattc 
agcatgaccc acagttgcca 
tggagctgac cgaagatata 
acctcccaac agccct;ctct 
ttaacaaaac ctgaattctt 
<210> SEQ ID NO: 1 
LENGTH: 415 
TYPE: PRT 

ORGANISM: Artificial Sequence 
FEATURE : 

OTHER INFORMATION 



age tcagc tg 
cagaa tgtga 
cctgcccagc 
ggtccccaat 
agtgaacaga 
tcagagctga 



aggtctatga 
agacggccct 
tggagegcta 
gggccctcag 
ceagca tcca 
ccacctgtac 
lectattcta 
gactaaagaa 
gcagaaaatc 
ccccgttcca 
ctgctgtgtt 
tcaaccccat 
tctcttcttt 
ggaaca tctt 
tccca tgtca 
tgtcaagaac 
ctctcctc 



cagcctggcg 
gatgtggcgc 
ctttgagacc 
cgtggccatc 
gatcctcggc 
tggcatcaag 
ggtcatcaag 
cctcctcccc 
agacaaatct 
agtcaacaag 
cattgaccya 
caacctcgt:c 
tat.cta taac 
ccacaaacag 
cctgacagaa 
gtcatccatg 
aaacta tcaa 



g tctctgacc 
aactaccctt 
g tgtgcttcg 
ctacacccgt 
atcgtctggg 
t tccactact 
ccca tgtgga 
a tgactgtca 
c ttgaggcag 
a tgcLgtttg 
ctcttcttca 
ca tgtggtgt 
ctactgtctc 
tggcactccc 
tgccactttg 
cacaac tctc 
age ttccact 



6 0 
120 
180 
240 
300 
360 
420 
480 
54 0 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
114 0 
1200 
1260 
1298 



<211> 
<212> 
<213> 
<220> 
<223> 
<400> 



Description of Artificial Sequence: primer/probe 



SEQUENCE 



Met 
1 

Lys 



Ser Gly Met 



Leu Glu 



Leu Ala 



Ser 

Leu 
65 



Val 
50 
Va 1. 



Phe 
3 5 
Val 



Asp 
20 
Leu 



4 

Glu 
5 

Pro 



Lys Leu G.ln Asn 



Ala 
10 
Leu 



Ser Trp lie Tyr 



Asn Ser Thr 



Phe Gin Lys His 

25 

Cys Gly Pro Arg Arg Ser His Phe 

40 

Phe Val Val Gly 



Tyr Val Pro 



Cys Leu Val 



He 
70 



He 

55 
Leu 



Gin His Gin 



Ala 
75 



Val 
60 
Met 



Phe 
45 

He 



Glu 
30 
Leu 



Gin 
15 
Glu 



Gin 



Tyr 



Pro val 



Gly Asn Val 



Lys Thr Pro 



Thr 
80 
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RAW SEQUENCE LISTING DATE: 01/30/2001 

PATENT APPLICATION : US/09/6 09, 14 6 TT.Mfcl : 11:00:39 



Input: Set : A:\6 07 941.app 

Output Set: N:\CRF3\01302001\I609146.raw 



200 


Asn 


Tyr 


Tyr 


Leu 


Phe 


Ser 


Leu 


Ala 


Val 


Ser 


Asp 


Leu 


Leu 


Val 


Leu 


Leu 


201 










85 










90 










95 




2 03 


Leu 


Gly 


Met 


Pro 


Leu 


Glu 


Val 


Tyr 


Glu 


Met 


Trp 


Acq 


Asn 


Tyr 


Pro 


Phe. 


204 








100 










105 










110 






206 


Leu 


Phe 


Gly 


Pro 


Val 


Gly 


Cys 


Tyr 


Til 

Phe 


Lys 


Thr 


Ala 


Leu 


Phe 


Glu 


Thr 


207 






t "i 

115 










1.2 0 










12 5 








209 


Va.l 


Cys 


Phe 


Ala 


Ser 


He 


Leu 


Ser 


lie 


Thr 


Thr 


Val 


Ser 


it 'i 

Val 


Glu 


Arg 


210 




13 0 










13 5 










14 0 










212 


Tyr 


XT* 1 

Vci 1 


Ala 


lie 


Leu 


His 


Pro 


Phe 


Arg 


Ala 


Lys 


Leu 


Gin 


Ser 


Thr 


Arg 


213 


"1 A C 

14 5 










150 










155 










16 0 


215 


Arg 


Arg 


Ala 


Leu 


Arg 


He 


Leu 


Gly 


He 


Val 


Trp 


Gly 


Phe 


Ser 


Val 


Leu 


2.1.6 










16 5 










1.7 0 










17 5 




2.1.8 


Phe 


Ser 


Leu 


Pro 


Asn 


Thr 


Ser 


He 


His 


Gly 


He 


Lys 


Plie 


His 


Tyr 


Phe 


219 








180 










185 










190 






221 


Pro 


Asn 


Gly 


Ser 


Leu 


Val 


Pro 


Gly 


Ser 


Ala 


Thr 


cys 


Thr 


Val 


He 


Lys 


222 






.195 










r\. S\ 

200 










205 








224 


Pro 


Me t 


Trp 


He 


Tyr 


Asn 


Phe 


He 


He 


Gin 


Val 


Thr 


Ser 


Phe. 


Leu 


Phe 


225 




210 










215 










220 










227 


Tyr 


Leu 


Leu 


Pro 


Met 


Thr 


Val 


He 


Ser 


Va 1 


Leu 


Tyr 


Tyr 


Leu 


Met 


Ala 


228 


225 










230 










235 










24 0 


2 30 


Leu 


Arg 


Leu 


Lys 


Lys 


Asp 


Lys 


Ser 


Leu 


Glu 


Ala 


Asp 


Glu 


Gly 


Asn 


Ala 


2 31 










24 5 










250 










255 




233 


Asn 


lie 


Gin 


Arg 


Pro 


Cys 


Arg 


Lys 


Ser 


Va 1 


Asn 


Lys 


Met 


Leu 


Phe 


Val 


2 34 








260 










265 










270 






23G 


Leu 


Val 


Leu 


Val 


Phe 


Ala 


He 


Cys 


Trp 


Ala 


Pro 


Phe 


His 


lie 


Asp 


Arg 


237 






275 










280 










285 








239 


Leu 


Phe 


P he- 


Ser 


Phe 


Val 


Glu 


Gl u 


Trp 


Ser 


Glu 


Ser 


Leu 


Ala 


Ala 


Val 


240 




2 90 










295 










300 










2 42 


Phe 


Asn 


Leu 


Val 


His 


Val 


Val 


Ser 


Gly 


Val 


Phe 


Phe 


Tyr 


Leu 


Ser 


Ser 


2 43 


305 










310 










315 










320 


245 


Ala 


Val 


Asn 


Pro 


lie 


lie 


Tyr 


Asn 


Leu 


Leu 


Ser 


Arg 


Arg 


Phe 


Gl n 


Ala 


246 










325 










330 










335 




24 8 


Ala 


Phe 


Gin 


Asn 


Val 


He 


Ser 


Ser 


Phe 


His 


Lys 


Gin 


Trp 


His 


Ser 


Gin 


24 9 








34 0 










345 










3 5 0 






251 


His 


Asp 


Pro 


Gin 


Leu 


Pro 


Pro 


Ala 


Gin 


Arg 


Asn 


He 


Phe 


Leu 


Thr 


Glu 


252 






355 










360 










365 








254 


Cys 


His 


Phe 


Val 


Glu 


Leu 


Thr 


Glu 


Asp 


He 


Gly 


Pro 


Gin 


Phe 


Pro 


Cys 


2 55 




370 










375 










380 










2 57 


Gin 


Ser 


Ser 


Met 


His 


Asn 


Ser 


His 


Leu 


Pro 


Thr 


Ala 


Leu 


Ser 


Ser 


Glu 


258 


385 










390 










395 










400 


260 


Gin 


Met 


Ser 


Arg 


Thr 


Asn 


Tyr 


Gin 


Ser 


Phe 


His 


Phe 


Asn 


Lys 


Thr 




261 










405 










410 










415 




264 


<210> SEQ ID NO: 


5 
























265 


<211 


> LENGTH 


!: 25 
























266 


<2.12> TYPE: 


PRT 


























267 


<213> ORGANISM: 


Artificial Sequence 
















269 


<2 20> FEATURE: 


























270 


<2 2 3> OTHER 


INFORMATION : 


Description 


of 


Artificial Sequence: 


primer/probe 


272 


<400> SEQUENCE: 


5 
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273 Phe Arg Val Asp Clu Glu Phe Gin Ser Pro Phe Ala Ser Gin Ser Arg 

274 1 5 10 15 

276 Gly Tyr Phe Leu Phe Airy Pro Arg Asn 

277 20 25 

280 <210> SEQ ID NO: 6 

281 <211> LENGTH: 25 

282 <2.12> TYPE: PUT 

283 <213> ORGANISM: Artificial Sequence 

285 <220> FEATURE: 

286 <22 3> OTHER INFORMATION : Description of Artificial Sequence: primer/probe 

288 <400> SEQUENCE: 6 

289 Phe Lys Val Asp Glu Glu Phe Gin Gly Pro lie Val Ser Gin Asn Arg 

290 1 5 10 15 

292 Arg Tyr Phe Leu Phe Arg Pro Arg Asn 

293 20 25 

296 <210> SEO ID NO: 7 

297 <211> LENGTH: 23 

298 <212> TYPE: PUT 

299 <213> ORGANISM: Artificial Sequence 

301 <220> FEATURE: 

302 <223> OTHER INFORMATION: Description of Artificial Sequence: primer/probe 

304 <400> SEQUENCE: 7 

305 Tyr Lys Val Asn Glu Tyr Gin Gly Pro Val Ala Pro Ser Gly Gly Phe 

306 1 5 10 15 

308 Phe Leu Phe Arg Pro Arg Asn 

309 20 

312 <210> SEQ ID NO : 8 

313 <2I1> LENGTH: 8 

314 <212> TYPE: PRT 

315 <213> ORGANISM: Artificial Sequence 

317 <2 20> FEATURE: 

318 <2 2 3> OTHER INFORMATION: Description of Artificial Sequence: primer/probe 

320 <4 0 0> SEQUENCE: 8 

321 Tyr Phe Leu Phe Arg Pro Arg Asn 

322 1 5 

325 <210> SEQ ID NO: 9 

326 <211> LENGTH: 24 

327 <212> TYPE: DNA 

328 <213> ORGANISM: Artificial Sequence 

330 <22 0> FEATURE: 

331 <22 3> OTHER INFORMATION: Description of Artificial Sequence: primer/probe 

33 3 <4 0 0> SEQUENCE: 9 

334 ccacgaagat cagcaggtal: gtgg 24 
337 <210> SEQ ID NO: 10 
3 38 <211> LENGTH : 24 
339 <212> TYPE: DNA 

34 0 <213> ORGANISM: Artificial Sequence 
342 <22 0> FEATURE: 

34 3 <22 3> OTHER INFORMATION: Description of Artificial Sequence: primer/probe 
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